Strain PM004 is a cultured representative of human microbial taxon 955, a bacterium from the phylum Saccharibacteria. It is an obligate parasite with a genome of Ͻ0.9 Mb and can be grown in coculture with its host, Pseudopropionibacterium propionicum. The complete genome sequence is presented here.
was present in a single contig of 864,547 bp with average reference coverage of 918ϫ. It was circularized to 842,202 by removing a duplicated 22-kbp segment at the ends of the initial contig. Twenty other contigs of less than 54 kbp and 40ϫ coverage were identified as low-level contamination of host bacteria. The GC content of the DNA was 46.8%. Genome annotation identified a total 875 genes, of which 825 were predicted to be coding sequences (CDSs), 50 were RNAs, and 10 were pseudogenes.
Data availability. The genome sequence was deposited at GenBank under accession number CP040008 and SRA accession number SRR9734868. Base modification files were submitted with the GenBank accession. (10) for Saccharibacteria (TM7) bacterium HMT 955 strain PM004. The tree was produced from aligned full-length 16S rRNA sequences (ϳ1,450 bp) using MEGA X (11) . The designations in square brackets are the TM7 class level groups as described in reference 12. GenBank accession numbers for 16S rRNA or genome sequences are given in curly brackets. The scale bar shows a 5% difference in sequence similarity. For trees showing broader TM7 diversity, see references 12 to 14.
